FIGURE 1 



1 ATG GCG GAT ACA GCT AGA GGA ACC CA? CAC GAT ATC ATC GGC AGA GAC CAG TAC CCG ATG 60 
1 M A D T A R G T H HDII G R D Q Y PM20 

61 ATG GGC CGA GAC CGA GAC CAG TAC CAG ATG TCC GGA CGA GGA TCT GAC TAC TCC AAG TCT120 
21MGRDRDQYQMSGRGSDYS K S 40 

121 AGG CAG ATT GCT AAA GCT GCA ACT GCT GTC ACA GCT GGT GGT TCC CTC CTT GTT CTC TCC 130 
41 RQ IAKAATAVTAGG S L LVL S60 

181 AGC CTT ACC CTT GTT GGA ACT GTC ATA GCT TTG ACT GTT GCA ACA CCT CTG CTC GTT ATC 240 
61SLTLVGTVIAL TV ATPLLVI8Q 

241 TTC AGC CCA ATC CTT GTC CCG GCT CTC ATC ACA GIT GCA CTC CTC ATC ACC GGT TIT CTT 3 00 
81FSPILVPALITVALLITGFL100 

301 TCC TCT GGA GGG TTT GGC ATT GCC GCT ATA ACC GTT TTC TCT TGG ATT TAC AAG TAC GCA 360 
101 S S GGF G I A A I TVF SW I YKYA 120 

361 ACG GGA GAG CAC CCA CAG GGATCA GAC AAG TTG GAC AGT GCA AGG ATG AAG TTG GGA AGC 420 
121 TGEHPQGSDKLD SARMKLG S 140 

421 AAA GCT CAG GAT CTG AAA GAC AGA GCT CAG TAC TAC GGA CAG CAA CAT ACT GGT GGG GAA 430 
141 KAQDLKDRAQYYGQQHTGGE 150 



481 CAT GAC CGT GAC CGT ACT CGT GGT GGC CAG CAC ACT ACT TAA 
161HDRDRTR GGQH1T* 



i 



FIGURE 2A 



1 ctatacccaacctcggt-ttgg-cacaccaggaactctctggtaagctagctccactccccagaaacaaccggcgccaaa 80 

81 ttgccggaattgctgacctgaagacggaacatcatcgtcgggtccttgggcgattgcggcggaagatgggtcagcttggg 160 

161 cttgaggacgagacccgaatcgagtctgttgaaaggttgttcattgggatttgtatacggagattggtcgtcgagaggtt 240 

241 tgagggaaaggacaaatgggtttggctctggagaaagagagtgcggctttagagagagaattgagaggtttagagagaga 320 

321 tgcggcggcgatgacgggaggagagacgacgagga-ctgcattatcaaagcagtgacgtggtgaaatttggaacttttaa 400 

401 gaggcagatagatttattatttgtatccattttcttcattgttctagaatgtcgcggaacaaattttaaaactaaat--t 480 

481 aaatttttctaattttgttgccaatagtggatatgtgggccgtatagaaggaatctattgaaggcccaaacccatactga 560 

561 cgagcccaaaggttcgttttgcgttttatgtttcggttcgatgccaacgccacattctgagctaggcaaaaaacaaa--gt 640 

641 gtctttgaatagactcctctcgttaacacatgcagcggctgcatggtgacgccattaacacgtggcctacaattgcatga 720 

721 tgtctccattgacacgtgact tctcgtctcctttcttaatatatctaacaaacactcctacctcttccaaaatatataca 800 

801 catctttttgatcaatctctcattcaaaatctcattctctctagtaaacaagaacaaaaaa ATG GCG GAT ACA 873 
1 M A D T 4 

874 GCT AGA GGA ACC CAT CAC GAT ATC ATC GGC AGA GAC CAG TAC CCG ATG ATG GGC CGA GAC 933 
5ARGTHHDI IGRDQYPMMGRD 24 

934 CGA GAC CAG TAC CAG ATG TCC GGA CGA GGA TCT GAC TAC TCC AAG TCT AGG CAG AIT GCT 993 
25RDQYQMSGRGSDYSKSRQIA44 

994 AAA GCT GCA ACT GCT GTC ACA GCT GGT GGT TCC CTC CTT GTT CTC TCC AGC CT? ACCCTT 1053 
45K AATAVTAGGSLLVLS SLTL64 

1054 GTT GGA ACT GTC ATA GCT TTG ACT GTT GCA ACA CCT CTG CTC GTT ATC TTC AGC CCA ATC 1113 
65V G T V I A LTVATPLLV I F S P I 84 

1114 CTT GTC CCG GCT CTC ATC ACA GTT GCA CTC CTC ATC ACC GGT TTT CTT TCC TCT GGA GGG 1173 
85L V PA L I TVAL L ITGFLSSGG 104 

1174 TTT GGC ATT GCC GCT ATA ACC GTT TTC TCT TGG ATT TAC AA gtaagcacacatttatcatcttact 1239 
105 F G I A A I TVF S W I YK % * 118 

1240 ccataattttgtgcaatatgtgcatgcatgtgttgagccagtagctttggatcaatttttttggtcgaataacaaatgta 1319 

1320 acaataagaaattgcaaattctagggaacatttggttaactaaatacgaaacttgacctagctagcttgaatgtgtccgt 1399 



1400 gtatatcatctatataggtaaaatgcttggtatgata-ctattgattgtgaatag G TAC GCA ACG GGA GAG 1470 
119 Y A T G E 123 



* 
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1471 CAC CCA CAG GGA TCA GAC AAG TTG GAC AGT GCA AGG ATG AAG TTG GGA AGC AAA GCT CAG 1530 

124 H P QG S DKLD3ARMKL G S K A Q 143 

•. t } * ^ * ' r - . 

1531 GAT CTG AAA GAC AGA GCT CAG TAC TACGGA CAG CAA CAT ACT GGT TGG GAA CAT GAC 'XT 1590 

144 D L K DRAQ Y V G Q Q H T GWE H D R 163 

1591 GAC CGT ACT CGT GGT GGC CAG CAC ACT ACT GCG ATC GAA GGG AGA ATC ACT TAC ACT GAC 1650 

164 D RTRGGQHTTAI EGR I TYT3 183 



1651 TGT ACT GAA TCT GGA CAG AAC CTC TGT CTC TGT GAA GGA TCT AAC GTT TGT GGA AAG GGA 1710 
184CTES G Q N L CLc EGSNVCGKG 203 

1711 AAC AAG TGT ATC CTC GGA TCT AAC GGA AAG GGA AAC CAG TGT GTT ACT GGA GAA GGA ACT 1770 
204 N K C I L G S N GKGNQCVTGEGT 223 

1771 CCA AAC CCA GAA TCT CAC AAC AAC GGA GAC TTC GAA GAA ATC CCT GAA GAA TAC CTC CAG 1830 
224P N PE SHNNGDFE E I PE E Y L Q 243 

1831 TAA gtcgactctagacggatctcccgatcgttcaaacatttggcaataaagtttctcaagattgaatcctgttgccggt 1909 
244 * 244 

1910 cttgcgatgattatcatataatttctgttgaattacgttaagcatgtaataattaacatgtaatg-atgacgttat-tat 1989 
1990 gagatgggtttttatgattagagtcccgcaattatacatttaatacgcgatagaaaacaaaatatagcgcgcaaacragg 2069 



2070 ataaattatcgcgcgcggtgtcatctatgttactagatcGGAATTC 



2115 



FIGURE 5 



Elution of thrombin from oil bodies 




mM NaCl 



FIGURE 7 



Specific vs Non-Specific 
Binding of Anti-IgG 




Antt- Anti-IgG 
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FIGURE 8 A 



1 gagctcaaatacgatctgatactgataacgtctagatttttagggttaaagcaatcaatcacctgacgattcaaggtggt 80 

81 tggatcatgacgattccagaaaacatcaagcaagctctcaaagctacactctttgggatcatactgaactctaacaacct 160 

161 cgttatgtcccgtagtgccagtacagacatcctcgtaactcggattatgcacgatgccatggctatacccaacctcggtc 240 

241 ttggtcacaccaggaactccctggtaagctagctccactccccagaaacaaccggcgccaaattgccggaattgctgacc 320 

321 tgaagacggaacatcatcgtcgggt~cttgggcgattgcggcggaagatgggtcagcttgggcttgaggacgagacc-ga 400 

401 atcgagtctgttgaaaggttgttcattgggatttgtatacggagattggtcgtcgagaggtttgagggaaaggacaaatg 480 

481 ggtttggctctggagaaagagagtgcggctttagagagagaattgagaggtccagagagagatgcggcggcgatgacggg 560 

561 aggagagacgacgaggacctgcattatcaaagcagtgacgtggtgaaatttggaacttttaagaggcagatagatttatt 640 

641 atttgtatccattttcttcattgtt-tagaatgtcgcggaacaaattttaaaactaaatcctaaatttttctaattttgt 720 

721 tgccaatagtggatatgtggg-cgtatagaaggaat-tattgaaggcccaaacccatactgacgagcccaaaggttcgtt 800 

801 ttgcgttttatgtttcggttcgatg-caacg-cacattctgagctaggcaaaaaacaaacgtgtctttgaatagactcct 890 

881 c tcgt taacacatgcagcggc tgca tggtgacgccat taacacgtggcctacaat tgcatgatgtctccattgacacgtg 960 

961 acttctcgtctcctttcttaatatatctaacaiaacactcctacctcttccaaaatatatacacatctctttgatcaatct 1040 

1041 ctcattcaaaatctcatrctctctagtaaacaggatccccctcgcggccgc ATG GCG GAT ACA GCT AGA ACC 1112 
1 MADTART 7 

1113 CAT CAC GAT GTC ACA AGT CGA GAT CAG TAT CCC CGA GAC CGA GAC CAG TAT TCT ATG ATC 1172 
8HHDVT S R DQYPRDRDQYSM I 27 

1173 GGT CGA GAC CGT GAC CAG TAC TCT ATG ATG GGC CGA GAC CGA GAC CAG TAC AAC ATG TAT 1232 
28 G R D R DQYSMMGR D R DQY N MY 47 

1233 GGT CGA GAC TAC TCC AAG TCT AGA CAG ATT GCT AAG GCT GTT ACC GCA GTC ACG GCG GGT 1292 
48GRDYS KS RQ lAKAVTAVTAG 67 

1293 GGG TCC CTC CTT GTC CTC TCC AGT CTC ACC CTT GTT GGT ACT GTC ATT GCT TTG ACT GTT 1352 
68GSLLV LSsLTLVGTVlALTV 87 

1353 GCC ACT CCA CTC CTC GTT ATC TTT AGC CCA ATC CTC GTG CCG GCT CTC ATC ACC GTA GCA 1412 
88A TPLLVIFSPILVPALITVA 107 

1413 CTT CTC ATC ACT GGC TTT CTC TCC TCT GGT GGG TTT GCC ATT GCA GCT ATA ACC GTC TTC 1472 
108 L L I TG F L S SGGFAIAA I TVF 127 

1473 TCC TGG ATC TAT AAG TAC 3CA ACG GGA GAG CAC CCA CAG GGG TCA GAT AAG TTG GAC AGT 1532 
128SWIYKYATGEHPQGSDKLDS 147 

1533 GCA AGG ATG AAG CTG GGA ACC AAA GCT CAG GAT ATT AAA GAC AGA GCT CAA TAC TAC GGA 1592 
148 A RMK L G T KAQ D I KDRAQ YYG 167 

1593 CAG CAA CAT ACA GGT GGT GAG CAT GAC CGT GAC CGT ACT CGT GGT GGC CAG CAC ACT ACT 1652 
168 Q Q H T G G EHDRDRTRGGQHTT 187 

1653 CTC GTT CCA CGA GGA TCC ATG GAT CCC AAC TGC TCC TGT GCC GCC AGT GAC TCC TGC ACC 1712 
188 L V P RG S M D PNC S CAA S D SC T 207 



FIGURE 8B 



1713 TGC GCC GGC TCC TGC AAG TGC AAA GAG TGC AAA TGC ACC TCC TGC AAG AAA AGC TGC TGC 1772 
208 CAGSCKCKECKCTSCKKSCC 227 

1773 TCC TGC TGT CCT GTG GGC TGT GCC AAG TGT GCC CAG GGC TGC ATC TGC AAA GGG GCG TCG 1832 
228 SCC PVGCAKCAQGC I CKGAS 247 

1833 GAC AAG TGC AGC TGC TGT GCC TGA gcggccgcgagggctgcagaatgagttccaagatggtttgtgacgaag 1904 
248 D K C S C C A . 255 

1905 ttagttggttgtttttatggaactttgtttaagcttgtaatgtggaaagaacgtgtggctttgtggtttttaaatgttgg 1984 

1985 tgaataaagatgtttcctttggattaactagtatttttcctattggt ttcatggtttcagcacacaacattttaaatatg 2064 

2065 ctgttagatgatatgctgcctgccttattatttacttacccctcaccttcagtttcaaagttgttgcaatgactctgtgt 2144 

2145 agtttaagatcgagtgaaagtagattttgtct atatttattaggggtatttgatatgctaatggtaaacatggtttatga 2224 

2225 cagcgtacttctttggttatggtgttgacgtttccttttaaacactatagtagcgtccttggtctgtgttcattggttga 2304 

2305 acaaaggcacactca-ttggagatgccgtctccactgatatttgaacaaagaattcggtacc 2366 




PBI0OM3* \\ 

| y unI-ftpt-33S 
16.7 Kb I 
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Cadmium Binding 




Control Transgenic 




FIGURE 12 




FIGURE 13 



Ncol 

1 CTCC MKftT flftrcc AATCCTTTT ATC CAA A6C OT AAA GAT GAT CCA A£3C CAA AGT GCT 61 
1 M D Q R ' N G P I Q S L K D D P S Q S A 19 

62 AAC GTT TTA GGT GAA GCT CAA AAA CTT AAT (SAC TCT CAA GCT CCA AAA GCT GAT GCG CAA 121 
20NVLGEAQKLNDSQAPKADAQ 39 

122 CAA AAT AAC TTC AAC AAA GAT CAA CAA AGC GCC TTC TAT GAA ATC TTG AAC ATG CCT AAC 181 
40QNNFNKDQQSAFYS I LNMPN 55 

182 TTA AAC GAA GCG CAA CGT AAC GGC TTC ATT CAAAGT CTT AAA GAC GAC CCAAGC CAAAGC 241 
60LNEAQRSGFIQSLKDDPSQS79 

242 ACT AAC GTT TTA GGT GAA GCT AAA AAA TTA AAC GAA TCT CAA GCA CCG AAA GCT GAT AAC 301 
80 T N V L G E A K K L N E S Q A P K A D N 9 9 

302 AAT TTC AAC AAAGAACAACAAAAT GCT TTC TATGAAATC TTG AAT ATG CCT AAC TTA AAC 361 
100 N F N K E Q Q N A F Y E I LNM P NLN 119 

362 GAA GAA CAA CC% AAT GGT TTC ATC CAA AGC TTA AAA GAT GAC CCA AGC CAA AGT GCT AAC 421 
120 E E Q R N G F I Q S L R D D ? S Q S A N 139 

422 CTA TTG TCA GAA GCT AAA AAG TTA AAT GAA TCT CAA GCA CCG AAA GCG GA? AAC AAA7TC 481 
140 L L S E A K K L N E S Q A P K A D N K F 159 



482 AAC AAA GAA CAA CAA AAT GCT TTC TAT GAA ATC TTA CAT TTA CCT AAC TTA AAC GAA GAA 541 



FIGURE 14A 



1 ccatggctatacccaacctcggccttggtcacaccaggaactctctggtaagctagctccactccccagaaacaaccggc a 0 
81 gccaaattgccggaattgctgacctgaagacggaacatcatcgtcgggtccttgggcgattgcggcggaagatgggtcag i$o 
161 cttgggcttgaggacgagacccgaatcgagtctgttgaaaggttgttcattgggatttgta-acggagattggtcgtcga 240 

241 gaggtttgagggaaaggacaaatgggtttggctctggagaaagagagtgcgg-tttagagagagaattgagaggtttaga 320 
321 gagagatgcggcggcgacgacgggaggagagacgacgaggacctgcattatcaaagcagtgacgtggtgaaatttggaac 4 qo 
401 ttttaagaggcagatagattcattatttgtatccattttcttcattgttctagaatgtcgcggaacaaattttaaaacta 4ao 

481 aatcctaaatttttctaattttgttgccaatagtggatatgtgggccgtatagaaggaatc*attgaaggcccaaa-cca 560 
561 tactgacgagcccaaaggttcgttttgcgttttatgtttcggttcgatgccaacgccacattctgagctaggcaaaaaac 640 
641 aaacgtgtctttgaatagactcctctcgttaacacatgcagcggctgcatggtgacgccatcaacacgtggcctacaatt 720 

721 gcatgatgtctccattgacacgtgacttctcgtctcctttcttaatatatctaacaaacactcctacctcttccaaaata 800 

801 tatacacatctttttgatcaatctctcattcaaaatctcattctctctagtaaacaagaacaaaaaa ATG GCG GAT a76 
1 MAD 3 

877 ACA GCT AGA GGA ACC CAT CAC GAT ATC ATC GGC AGA GAC CAG TACCCG ATG ATG GGC CGA 936 
4TARGTHHDII GRDQYPMMGR 23 

937 GAC CGA GAC CAG TAC CAG ATG TCC GGA CGA GGA TCT GAC TAC TCCAAG TCT AGG CAG ATT 996 
24DRDQYQMSGRGSDYSKSRQI43 

997 GCT AAA GCT GCA ACT GCT GTC ACA GCT GGT GGT TCC CTC CTT GTT CTC TCC AGC CTT ACC 1056 
44 AKAATAVTAGGSL LvLS SLT 63 

1057 CTT GTT GGA ACT GTC ATA GCT TTG ACT GTT GCA ACA CCT CTG CTC GTT ATC TTC AGC CCA 1116 
64LVGTV I ALTVAT P LLVIFS? 63 

1117 ATC CTT GTC CCG GCT CTC ATC ACA GTT GCA CTC CTC ATC ACC GGT TTT CTT TCC TCT GGA 1176 
841 LVPAL ITVALL I TGFLS S G i03 

1177 GGG TTT GGC ATT GCC GCT ATA ACC GTT TTC TCT TGG ATT TAC AAgtaagcacacatttatcatct 1241 
104 GFG I A A I T V F SWIYK 118 

1242 tacttcataattttgtgcaatatgtgcatgcatgtgttgagccagtagctttggatcaattcttttggtcgaataacaaa 132 1 

1322 tgtaacaataagaaattgcaaattctagggaacatttggttaactaaatacgaaatttgaccragctagcctgaatgtgt 1401 

1402 ctgtgtatatcatctatataggtaaaatgcttggtatgatacctattgattgtgaatag G TAC GCA ACG GGA 1473 
119 Y A T G 122 



1474 GAG CAC CCA CAG GGA TCA GAC AAG TTG GAC AGT GCA AGG ATG AAG TTG GGA AGC AAA GCT 1533 
123 EH PQG SDKLDSARMK LGSKA 142 



FIGURE 14B 



1534 CAG GAT CTG AAA GAC AGA OCT CAG TAC TAC GGA GAG CAA CAT ACT GGT GQG GAA CAT GAC 1593 
143 QDLKDRAQYYGQQHTG G E H D 162 

1594 CGT GAC CGT ACT CGT GGT GGC CAG CAC ACT ACT CTC GTT CCA CGA GGA TCC ATG GAT CAA 16 53 
163 RD R TRG3QHTT LVPRGSM D Q 182 

1654 CGC AAT GGT TTT ATC CAA AGC CTT AAA GAT GAT CCA AGC CAA AGT GCT AAC GTT TTA GGT 1713 
183 RNGFIQSLKDDPSQSA N V L G 202 

1714 GAA GCT CAA AAA CTT AAT GAC TCT CAA GCT CCA AAA GCT GAT GCG CAA CAA AAT AACTTC 1773 
203 E A QKLNDSQA PKADAQQNNF 222 

1774 AAC AAA GAT CAA CAA AGC GCC TTC TAT GAA ATC TTG AAC ATG CCT AAC TTA AAC GAA GCG 1833 
223 N K D Q Q S A F Y E I L N M P N L N E A 242 

1834 CAA CGT AAC GGC TTC ATT CAA AGT CTT AAA GAC GAC CCA AGC CAA AGC ACT AAC GTT TTA 1893 
243 Q R N G F I Q S L K D D P S Q S T N V L 262 

1894 GGT GAA GCT AAA AAA TTA AAC GAA TCT CAA GCA CCG AAA GCT GAT AAC AAT TTC AAC AAA 1953 
263 GEAJCJCL.VE5QAPJCADWWF.ViC 282 

1954 GAA CAA CAA AAT GCT TTC TAT GAA ATC TTG AAT ATG CCT AAC TTA AAC GAA GAA CAA CGC 2013 
283 E Q Q N A F Y E I L N M P N L N E E Q R 302 

2014 AAT GGT TTC ATC CAA AGC TTA AAA GAT GAC CCA AGC CAA AGT GCT AAC CTATTG TCA GAA 2073 
303 XGFIQSIKDDPSQSANLLSE 322 

2074 GCT AAA AAGTTAAAT GAA TCT CAA GCA CCG AAA GCG GAT AAC AAA TTC AAC AAA GAA CAA 2 13 3 
323 A JC K L N E $ Q A PKADNKFNKEQ 342 

2 13 4 CAA AAT GCT TTC TAT GAA ATC TTA CAT TTA CCT AAC TTA AAC GAA GAA CAA CGC AAT GGT 2 193 
343 Q N A F Y E J L H L P N L N E E Q R .V G 362 

2 194 TTC ATC CAA AGC CTA AAA GAT GAC CCA AGC CAA AGC GCT AAC CTT TTA GCA GAA XT AAA 2 2 53 
363 F I Q S L K Z D P S Q S A tW L LA E A K 332 

2254 AAG CTA AAT GAT GCT CAA GCA CCA AAA GCT GAC AAC AAA TTC AAC AAA GAA CAA CAA AAT 2313 
383KLNDAQAPKADNKFNKEQQN 402 

2314 GCT TTC TAT GAA ATT TTA CAT TTA CCT AACTTA ACT GAA GAA CAA CGT AAC GGC TTC ATC 2373 
403A F YE IL X L P N L T ESQ R A G F I 422 

2374 CAA AGC CTT AAA GAC GAT CCG GGGAAT TCC CGG GGA TCCGTCGAC CTG CAG ATA ACA AA? 2433 
423 QSLKDDPGNSRGSVDLQITN 442 

2434 TAG aagctcgcatgcctgcaggtc^atcgtc ttcaaacatttggcaataaagttccttaagattgaaccctgtzgccggcc 2512 

443 * 443 
2513 c tgcga tga t ta tea ta taa 1 1 ectgetgaa t tacgt taagca cgtaa taa t taaca tgtaa cgea egaegt cattta eg 2592 

2593 aga tgggt ttttatgat tagagtcccgcaa t ta taca tttaa tacgegatagaaaacaaaa ta tagcgcgcaaactagga 2672 

2673 taaa t ta tcgcgcgcggtgtca tc ta tgt tac taga t 
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FIGURE ISA 



1 ctgcaggaattcattgtacccccagtatcattatagtgaaagttttggctctctcgccggcggttc^ttacctctattta 80 

81 aaggggttctccacctaaaaactccggcatcatccccactttactitgttacttitaatittcccataarctttggttgaaat 160 

161 taccacgctcccgcacacgat:at.ccctacaaatttattatctgt^aaacatcttcaaaccgcataaaattttacgaagtc 240 

"241 ccgcctatctttaatgtagtccaacattttcatatcgaaatatataatttact^aattttagcgttggtagaaagcataa 320 

321 agacttattcttattcttcctcatataaatgtttaatatacaatataaacaaat.tctttaccttaagaaggatttcccat 400 

401 ttcataccttaaaaacacattcaccaaatatttcccaaccacgtaaatctcataataacaagttgtc tcaaaagtaataa 480 

481 aacttaactccataattttctLtattccactgatcttaaagcaacacccagtgacacaactagccactitttttctttgaat 560 

561 aaaaaaatccaattatcattgcatttrctttatacaatgaaaatstcaccaaacaatcattcgtggtatttctgaagcaa 640 

641 gtca^gctatgcaaaactctaiaattcccacttgacaccacggaagtaaccgaagatctgcttttacatgcgagacacat 720 

721 cttctaaagtaattttaataatagtcactatatccaagatttcatatatcaaatactcaatatLacttctaaaaaattaa 800 

801 ttagatataattaaaatattactttLttaacttcaagtttaattgtcgaatt?;gtgactattgatttattattctactat 880 

881 gtttaaatcgttttatagatagtttaaagtaaatataagtaatgtagcagagngttagagtgttaccctaaaccacaaac 960 

961 tataacacttatggtggactaat^ttcatatatttcttatcgctt^tacctz^tcctggtatgtaagtccgtaactagaa 1040 

1041 ttacagtgggttgccatggcactctgcggtcttttggLtcatgcatggg^-Cttgcgcaagaaaaagacaaagaacaaaga 1120 

1121 aaaaagacaaaacagagagacaaaacgcaaccacacaaccaactcaaattagccaccggccgaccaagatcgccgcgtcc 1200 

1201 atgtatgtctaaatgccacgcaaagcaacacgtgcctaacatgcactttaaatggctcacccatctcaacccacacacaa 1280 

1281 acacattgcctttttcttcatcatcaccacaaccacctgtatatactcattctcctccgccacctcaatttcttcacttc 1360 

1361 aacacacgtcaacctgcatatgcgcgccatcccatgcccaaatctccatgcacgctccaaccacctcctctcttatataa 1440 

1441 cacctataaatacctctaatatcactcacttctttcatcatccacccatccagagractactactctactactataatac 152C 

1521 cccaacccaactcatatccaataccaccctacc ATG aac ttc CTT am TCT TTC cct TTC TAC GCT 1586 

1 MNFLKSFPFYAll 

1587 TTC CTT TGT TTC GGT CAA TAC TTC GTT GCT GTT ACT CAC GCT ATG GCC GAG GTG AAG CTG 1646 

12 F L C FG Q Y F VAVTH AM A E V KL 31 

1647 CAG CAG TCT GGA GCT GAG CTG ATG AAG CCT GGG GCC TCA ATG AAG ATA TCC TGC AAG GCT 1706 

32 Q QSGAELMKPGASMKlScKA 51 

1707 AC? * GGC 'TAC ACA TTC AGT AGC TAC TGG ATA GAG TGG GTA AAG CAG AGG CCT GGA CAT GGC 1766 

52TGYTFSSYwIBWvK0R?GH G 71 

1767 ctt gag tgg att gga gag att tta cct ggc agt ggt agt act acc tac aat gag aag ttc 1826 

72lswige:lpgsgsttynekf 91 

1827 aag ggc aag gcc aca ttc act gca gat aca tcc tcc aac aca gcc tac atg caa ctc agc 1886 

92kgkat ft a d t s s ntaym q l 3 111 

i887 agc ctg aca tct gag gac tct gcc gtc tat tac tgt gca aga ttg gat gtt gac tcc tgg 1946 

:i2slts=:dsavyycafldvd s w 131 

1947 ggc caa ggc acc act ctc acc gtg tcg aca ggt gga ggc ggc tct ggt ggc ggt ggc agt 2006 

132 GQGTT LTV S TGGGGS G G G G S 151 

2007 GGC GGC GGA GGT TCT GAC GTC GTG ATG ACC CAG TCT CCA TCC TCC CTG GCT ATG TCA GTG 2066 

152 G GGGSDV V M T Q S P S SL A M S V 171 

2067 GGA CAG CGG GTC ACT ATG CGC TGC AAG TCC AGT CAG AGC CTT TTA AAA AGT ACC AA? CAA 2126 

172 GQRVTMRCKS S Q S L L K S T N 3 191 

2127 AAG AAC TAT TTG GCC TGG TAC CAG CAG AAA CCA GGA CAG TCT CCT AAA CTT CTG GTA TAC 2186 

192 K N Y L A WYQ Q K PGQS ? K 1 L V Y 211 

2187 TTT GCA TCC ACT AGG GAA TCT GGG GTC CCT GAT CGC TTC ATA GGC AGT GGA TCT GGG ACA 2246 

212 FA S TR ESGV ? D R F I G S G S G 7 231 

2247 GAT TTC act err ACC ATC aoc AGT gtg cag GCT GAA gac CTG gca gat TAC TTC tot cag 2306 

232 DFTITISSvqaEDIADYFCq 251 

2307 CAA CAT TAT AAC ACT CCT CCC ACG TTC GGT GCT GGG ACC AAG CTG GAA ATC AAG CGC CTC 2366 

252 QHYNTPPTFGAGTK LE I KRL 271 
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-2367 ATG GCT GAG ATC ACC CGC ATT CCT CTC TAC AAA GGT AAG TCI CTC CGT AAG GCG CTG AAG 2426 

272 MAE IT R I P L Y KG K3LRK A LK 291 
2427 GAA CAT GGA CTT CTA GAA GAC TTC TTG CAG AAA CAA CAG TAT GGC ATC AGC AGC AAG TAC 2486 

:292 EHGIL ED PL QK Q 0 V G I S S KY 311 
2487 TCC GGC TTC GGT GAA GTT GCT AGC GTG CCA CTT ACC AAC TAC CTT GAT AGT CAA TAC TTT 2546 

312SGFGE/ASVPLTNVLD5QYF 331 
2547 GGG AAG ATC TAC CTC GGA ACC CCG CCT CAA GAG TTC ACC GTT CTC TTT GAT AC? GGT TCC 2606 

332 GKIYLG T PPQEFTVLFDTGS 351 
2607 TCT GAC TTC TGG GTT XC TCT ATC TAC TGC AAG AGC AAT GCC TGC AAG AAC CAC CAA AGA 2666 

352 S D F w V ? S I YCKSNACKNH Q R 371 
2 6 67 TTC GAT CCG AGA AAG TCG TCC ACC TTC CAG AAC TTA GGC AAA CCC TTG TCT ATA CAC TAC 2726 

372FDPR K £ S T FQN I GKPLS I HY 391 
2727 GGT ACA GGT AGC ATG CAA GGA ATC TTA GGC TAT GAT ACC GTC ACT GTC TCC AAC ATT GTG 2786 

392 GT G SMQG I LGYDTVT V S N I V 411 
2787 GAC ATT CAA CAG ACA 'GTA GGA CTT AGC ACC CAA GAA CCA GGT GAT GTC TTC ACC TAT GCA 2846 

412 DIQQTVGLSTQEPGDV F T Y A 431 
2947 GAA TTC GAT GGC ATC CTT GGT ATG GCA TAC CCA TCG CTC GCG TCA GAG TAC TCG ATA CCT 2906 

432 EFDG I I GMAY PSLASEYS I? 451 
2907 GTG TTT GAC AAC ATG ATG AAC CGA CAC CTA GTA GCT CAA GAC TTG TTC TCG GTT TAC ATG 2966 

452 VFDNMMNRHLV A Q D 1 FS V Y M 471 
2967 GAC AGG AAT GGC CAG GAG AGC ATG CTC ACG CTT GGA GCT ATT GAT CCA TCC TAC TAC ACA 3026 

472 D R N* G Q E S I? I T I G A Z D ? S Y Y T 491 
3C27 GGA TCT CTT CAC TGG GTT CCA GTC ACT GTG CAG CAG TAC TGG CAA TTC ACT GTG GAC AGT 3086 

492 G SLHW VP V T V Q Q YWQ F TvD S 511 
3C67 GTC ACC ATC AGC GGT GTG GTT GTT GCA TGT GAA GGT GGA TC-T CAA GCT ATC TTG GAT ACC 3146 

512 V T I SGVVV A C E GGC Q A I LOT 531 
3147 GGT ACG TCC AAG CTG GTC GGA CCT AGC AGC GAC ATT CTC AAC ATT CAG CAA GCT ATT GGA 3206 

532 GTSKLVGPsSD I L N I Q Q A I G 551 
3237 GCC ACA CAG AAC CAG TAC GGT GAG TTT GAC ATA GAT TGC GAC AAC CTT AGC TAC ATG CC? 3266 

552 A T Q N Q Y G E F D IDcDNLSYMP 571 
7 ACA GTT GTC TTT GAG ATC AAC GGC AAG ATG TAC CCA CTG ACC 'CCC TCC GCC TAT ACC AGC 3326 

= "*2 T VVFEI K G K M Y P LT?S AY T S 591 

3 3 27 CAG GAT CAA GGG TTC TGC ACC AGT GGA TTC CAG AGT GAG AAC CAT TCC CAG AAA TGG ATC 3386 

= 92 Q D Q GFCTSGFQSENHSQ KWI 611 
3387 TTG GGA GAT GTG TTC AT? CGT GAG TAC TAC AGC GTC TTT GAC AGG GCC AAC AAC CTC GT? 3446 

612 LGDVF I R E YYSVFDRANN uV 631 
3447 GGG CTA GCT AAA GCA ATC TGA agcttaataagtatgaactaaaacgcatgtaggtgtaagagctcatggagag 3519 

632 G L A K .A I * 538 
3520 catggaacattgcatccgaccacgraacagtataataactgagctccacctcactccttccatgaataaacaaaggatc': 3599 
3600 catgataLatcaacaccctacctatgcaccttattgctctatgataaactrcctcctattat^ataaatcatctgaatcg 3679 
3630 tgacggcctatggaatgcttcaaatagtacaaaaacaaatgtgtactataagac — tctaaacaattctaactttagcat 3759 
3760 tgtgaacgagacataagtgttaagaagacataacaatcataatggaagaac—cgtctccatttatatattatatatcac 3839 
3S40 ccacttatgtattatattaggatgctaaggagacataacaattataaagagagaagcctgtatccatttatatattatat 3919 
3920 actacccatttatacatta^actcatccactcatttaatgcctctataagg-tcgacccatgatatctctaatatttcag 3999 
4000 ttgatatgtacatgaaagggtactatttgaactcccctactccgtataaacgttggatcacccttaaagtgggtctattt 4079 
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/4080 aattctattgcttcttacagataaaaaaaaaattacgagttggtttgataaaatattgaaggattzaaaataataataaa 4159 

4160 taataaataacatataatatatgtatataaatttactataatataacatttatctataaaaaagtaaatattgtcataaa 4239 

4240 tctatacaatcgtttagccttgctggacgactctcaattattcaaacgagagtaaaratatttgactttttggttattta 4319 

4329 acaaattattatttaacactatatgaaattttttttttttatcggcaaggaaataaaattaaattaggagggacaatggt 4 3" 

4400 gtgtcccaatccttatacaaccaacttccacaggaaggtcaggtcggggacaacaaaaaaacaggcaagggaaatt^ttc 4479 

4480 aatttgggccgtcttgtttgctgcataatttacgcagtaaaacactacacataacccctttagcagcagagcaatggttg 4559 

4560 accgtgcgcttagcttcccttattttatttctctatcagcaaagaataaat.aaaa*:aaaatgagacacttcagggatgtt: 4639 

4640 tcaaccctcatacaaaaccccaaaaacaagcttcctagcaccctaccaactaagg fc ,acc 4698 
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